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FIGURES 2A, 2B, 2C, 2D 
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ATGCTTCAACAATTTACATTGTTATTCCTATATTTGTCAATTGCAAGTGCAAAGACAATC 
M L Q Q F T L L F L Y LSI A S A K. T I 

ACTGGTGTITTTGATAGTTTTAATTCATTAACTTGGTCCAATGCTGCTA^ 
TGVFDS FNSLTWSNAANYAF 

AAAGGGCCAGGATACCCAACTTGGAATGCTGTTTTGGGTTGGTCCTTAGATGGTACCAGT 
KGPGYPTWNAVLGWSLDGTS 

GCCAATCCAGGGGATACATTCACATTGAATATGCCATGTGTGTTTAAATATACTACTTCA 
ANPGDTFTLNMPCVFKYTTS 

CAAACATCTGTTGATTTAACTGCCGATGGTGTTAAATATGCTACTTGTCAATTTTATTCT 
QT SVDLTADGVKYATCQFYS 

GGTGAAGAATTCACAACTTTTTCTACATTAACATGTACTGTGAACGACGCTTTGAAATCA 
GEEFTTFSTLTCTVNDALKS 

TCCATTAAGGCATTTGGTACAGTTACTTTACCAATTGCATTCAATGTTGGTGGAACAGGT 
SIKAFGTVTLPIAFNVGGTG 

f 

TCATCAACTGATTTGGAAGATTCTAAATGTTTTACTGCTGGTACCAATACAGTCACATTT 
S S T D L E D S K C F T A G T N T V T F 

AATGATGGTGATAAAGATATCTCAATTGATGTTGAGTTTGAAAAGTCAACCGTTGATCCA 
NDGDKDISIDVEFEKSTVDP 

AGTGCATATTTGTATGCTTCCAGAGTTATGCCAAGTCTCAATAAGGTCACAACTCTTTTT 
SAYLYASRVMPSLNKVTTLF 

GTGGCACCACAATGTGAAAATGGTTACACATCTGGTACAATGGGGTTCTCCAGTAGTAAC 
VAPQCENGYTSGTMGFSSSN 

GGTGACGTTGCTATTGATTGCTCAAATATTCATATTGGTATCACAAAAGGATTAAATGAT 
GDVAIDCSNIHIGITKGLND 

TGGAATTATCCGGTTTCATCTGAATCATTTAGTTACACTAAAACTTGTACATCTAATGGA 
WNYPVSSESFSYTK TCTSNG 

ATTCAGATTAAATATCAAAATGTACCTGCTGGTTATCGTCCATTTATTGATGCTTATATT 
IQIKYQNVPAGYRPFIDAYI 

TCTGCTACAGATGTTAACCAATATACTTTAGCATATACCAATGATTATACTTGTGCTGGC 
SATDVNQYTLAYTNDYTCAG 

AGTCGTCTGCAAAGTAAACCTTTCACTTTAAGATGGACTGGATACAAGAATAGTGATGCC 
SRLQSKPFTLRWTGYKNSDA 

GGATCTAACGGTATTGTCATTGTTGCTACAACTAGAACAGTTACAGACAGTACCACTGCT 
GSNG IVI VATTRTVTDSTTA 

GTCACTACTTTACCATTCAATCCAAGTGTTGATAAAACCAAAACAATCGAAATTTTGCAA 



FIGURE 7 



341 VTTLPFNPSVDKTKTIEILQ 

1081 CCTATTCCAACCACTACCATCACAACTTCATATGTTGGTGTGACTACTTCCTATCTGACT 

361 PIPTTTITTS.YVGVTTSYLT 

1141 AAGACTGCACCAATTGGTGAAACAGCTACTGTTATTGTTGATGTGCCATATCATACTACC 

381 K T A P I G E T A T V I V D V P Y H T T 

1201 ACAACTGTTACCAGTGAATGGACAGGAACAATCACTACCACCACAACTCGTACCAATCCA 

401 TTVT S EWTGT I TT TTTRTN P 

1261 ACTGATTCAATTGACACAGTGGTGGTACAAGTTCCACTGCCAAATCCAACTGTTAGTACT 

421 TDSIDTVVVQV PLP NPTVST 

1321 ACTGAATATTGGTCTCAGTCCTTTGCTACAACCACTACAGTTACTGCTCCTCCAGGTGGT 

441 TEYWSQSFATTTTVTAPPGG 

13 81 ACCGATACTGTGATTATCAGAGAGCCACCAAACCATACTGTCACTACTACTGAATATTGG 

461 TDTVI IRE PPNHTVTTTEYW 

1441 TCACAATCCTTTGCTACTACTACTACTGTTACTGCTCCTCCAGGTGGTACTGACTCAGTA 

481 SQS FATTTTVTAPPGGTDSV 

1501 ATTATCAGAGAACCACCAAATCCAACTGTCACTACAACCGAGTATTGGTCTCAATGCTTT 

501 IIREPPNPTVTTTEYWSQSF 

1561 GCTACTACTACTACAGTTACTGCTCCTCCAGGTGGTACTGACTCAGTAATTATC AGAGAA 

521 A T T T T V TAP P G G T D S V I I R E 

1621 CCTCCAAACCCAACTGTCACCACCACTGAATATTGGTCCCAATCTTACGCAACCACAACT 

541 PPNPTVTTTEYWSQSYATTT 

1681 ACTGTGACTGCTCCTCCAGGAGGCACTGACTCAGTAATTATCAGAGAACCACCAAACCAC 

561 TVTAPPGGTDSVI IREPPNH 

1741 ACTGTCACTACTACTGAATACTGGTCACAATCATATGCCACCACTACCACTGTAACTGCA 

581 TVTTTEYWSQSYATTTTVTA 

1801 CCACCAGGTGGTACTGACACTGTTATCATTAGAGAGCCACCAAACCACACTGTCACTACT 

601 PPGGTDTVI IREPPNHTVTT 

1861 ACTGAGTATTGGTCTCAATCGTTTGCTACTACCACAACTGTAACTGGTCCACCAAGTGGC 

621 TEYWSQSFATTTTVTGPPSG 

1921 ACTGATACTGTTATCATTAGGGAACCACCAAACCCAACTGTCACCACTACTGAATACTGG 

641 TDTVI IREPPNPTVTTTEYW 

1981 TCTCAATCATATGCAACCACTACTACCATTACCGCTCCACCTGGTGAAACTGATACCGTT 

661 SQSYATTTTITAPPGETDTV 

2 041 CTTATCAGAGAGCCACCAAACCATACTGTCACTACTACTGAATACTGGTCTCAATCATAT 

681 LIREPPNHTVTTTEYWSQSY 

2101 GCTACAACCACCACTGTTACTGCACCACCTGGTGAAACCGATACCGTTCTTATCAGAGAG 

701 ATTTTVTAPPGETDTVLIRE 

2161 CCACCAAACCATACTGTCACTACTACTGAATACTGGTCTCAATCATATGCTACAACCACC 
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721 PPNHTVTTTEYWSQSYATTT 

2221 ACTGTTACTGCACCACCAGGTGGTACCGATACTGTTATCATTAGAGAGCCACCAAATCCA 

741 TVTAPPGGTDTVI I REPPNP 

22 81 ACAGTTACTACTACTGAATATTGGTCACAATCATTTGCCACAACCACCACAGTTACTGCT 

761 T V T T T E Y W S Q S F A T T T T V T A 

2341 CCTCCAGGTGGTACTGACACTGTGATTATCTATGAAAGCATGTCAAGTTCAAAGATTTCT 

781 PPGGTDTVIIYESMSSSKIS 

2401 ACATCCTCCAATGATATAACCAGTATCATTCCATCATTTTCCCGTCCTCATTATGTCAAC 

801 TSSNDITSIIP SFSRPHYVN 

2461 AGCACAACCTCCGATTTGTCAACATTTGAATCTTCATCCATGAATACTCCTACTTCTATC 

821 STTSDLSTFESSSMNTPTSI 

2521 AGTAGTGATGGTATGTTGTTGTCTTCTACAACTTTGGTTACTGAATCAGAAACAACTACA 

841 SSDGMLLSSTTLVTESETTT 

2581 GAACTGATTTGCAGTGATGGTAAAGAGTGTTCTAGATTGTCCAGTTCTTCTGGTATTGTC 

861 ELICSDGKECSR LSSSSGI V 

2641 ACAAATCCAGATAGCAATGAATCCTCAATCGTAACTAGTACTGTTCCTACTGCAAGTACA 

881 TNPDSNESS IVTSTVPTAS. T 

2701 . ATGTCTGATTCACTTTCTTCAACTGATGGTATTAGTGCTACATCTTCTGATAATGTTTCA 

901 M S D S L S S T D G I S A T S S D N.V S 

2761 AAATCAGGAGTATCAGTTACAACCGAAACTTCTGTTACAACTATTCAAACTACTCCAAAC 

921 KSGVSVTTETSVTTIQTTPN 

2 821 CCATTATCATCTTCAGTGACATCATTGACTCAGTTGTCTTCAATTCCAAGTGTTTCAGAA 

941 PLSSSVTSLTQLSSIPSVSE 

2 881 AGTGAAAGTAAAGTTACATTTACAAGCAATGGAGACAACCAAAGTGGTACTCATGATTCA 

961 SES KVTFTSNGDNQSGTHDS 

2 941 CAATCTACTTCCACTGAAATTGAAATTGTAACAACCAGTTCTACTAAAGTTTTACCACCT 
981 QSTSTEIEIVTTSSTKVLPP 

3001 GTCGTTTCTTCTAATACTGATTTGACTAGTGAACCAACAAATACCAGAGAACAACCAACT 

1001 VVS SNTDLTSEPTNTREQPT 

3 061 ACATTATCAACTACTTCAAACTCCATCACTGAAGATATCACCACATCTCAACCTACAGGT 
1021 TLSTTSNSITEDITTSQPTG 

3121 GATAATGGAGACAATACTTC ATCAACC AATCCAGTTCCAACTGTGGCAACAAGTACTTTA 

1041 DNGDNTS STNPVPTVATSTL 

3181 GC ATCTGCAAGTGAAGAAGACAACAAAAGCGGTTCTCATGAATCAGCATCCACAAGTTTG 

1061 ASASEEDNKSGSHESASTSL 

3241 AAACCAAGTATGGGTGAAAATTCTGGATTAACTACTTCTACTGAAATTGAAGCTACAACA 

1081 KPSMGENSGLTTSTEIEATT 

3301 ACCAGTCCTACAGAAGCTCCATCACCTGCTGTTTCTTCTGGTACTGATGTAACTACTGAA 



FIGURE 7 



• t 

1101 TSPTEAPSPAVSSGTDVTTE 

3361 CCAACTGATACTAGAGAACAACCTACTACATTATCAACTACTTCAAAAACAAACAGTGAA 

1121 PTDTREQPTTLST TSKTNSE 

3421 CTGGTTGCTACTACACAAGCTACTAATGAAAATGGTGGTAAATCTCCATCAACTGATTTA 

1141 L V A T T Q A T N E N G G K S P S T D L 

3481 ACATCAAGCTTGACAACAGGCACCTCAGCATCTACAAGTGCTAATAGCGAACTTGTTACT 

1161 TS S LTTG TSAS T S ANS E LVT 

3541 AGTGGATCTGTTACTGGTGGAGCTGTTGCCAGTGCTTCAAATGATCAATCACATTCTACT 

1181 SGSVTGGAVASASNDQSHST 

3601 TCTGTTACCAACAGCAACAGCATTGTATCTAATACCCCACAAACTACATTGAGTCAACAA 

1201 SVTNSNSIVSNTPQ-TTLSQQ 

3 661 GTTACCTCATCCTCACCTTCAACCAACACATTCATTGCTTCTACATACGATGGCTCTGGT 

1221 V TSSSPSTNTFIASTYDGSG 

3721 TCTATTATCCAACATTCTACTTGGTTGTACGGTTTGATCACATTATTGTCCTTGTTCATT 

1241 SIIQHSTWLYGLITLLSL FI 

3 781 TAGTGA 

1261 * * 
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